. Overview of the trimming parameters and assembler that gave the best result for each phage DNA sample. Trimming was based on the output of FASTQC.
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Sample Trimming Assembler
Escherichia coli Figure S1 . Two examples of clusters whose depth of coverage had a large standard deviation. The lower the contig ID, the longer the contig. (a) Depth of coverage of cluster D1. Contig 1, which is the longest, has a much lower depth of coverage than the short contigs, 97 and 158. Annotation results showed that many of the genes in contigs 97 and 158 show homology to genes annotated as "terminal repeat-encoded protein (Tre)"; (b) Depth of coverage of cluster D6. The two short contigs, 249 and 258, have much lower depth than the other contigs in that group. We theorize that they could represent divergent regions only present in a few of the phages in that cluster 
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